(D) Phase-contrast and Oct4-GFP images of primary colonies and established clonal lines of integration-free KSM iPSCs generated with episomal vector (scale=250 µm).
(E) PCR genotyping confirming the absence of genomic integration or episomal expression of pCXLE reprogramming vector in iPSC lines at p5.
(F) Nanog and SSEA1 immunofluorescence staining of integration-free KSM iPSC line, p8. Nuclei were stained with Hoechst 33342.
(G) Hematoxylin and eosin staining of teratoma sections with representation of all three germ layers (ectoderm: keratinizing epithelium; mesoderm: smooth muscles, connective tissue; endoderm: cuboidal and gut epithelium).
(H) FACS to sorting of Thy-and Thy+ MEF sub-populations.
(I) Reprogramming of of Thy-and Thy+ Oct4-GFP MEFs (C) by OSKM or SKM. The colonies were counted 1 and 2 weeks after infection.
(J) Representative phase-contrast and Oct4-GFP images of primary colonies from (D) (scale=250 µm).
(K), (L) Reprogramming of Oct4-GFP adult lung fibroblasts (K) and adult tail tip fibroblasts (L) by KS in combination with cMyc,
Oct4, or SV40 large T Antigen (SV40LT).
(M) Reprogramming of mouse cortical astrocytes with OSKM vs SKM. The cells were fixed and stained for AP activity after 2 weeks of infection.
(N) PCR genotyping analysis of 9 clonal astrocyte-derived iPSCs confirming the integration of SKM transgene and the absence of Oct4.
(O) Oct4, Nanog, and SSEA1 immunofluorescence staining of astrocyte-derived iPSC line #4, p4. Nuclei were stained with Hoechst 33342 (blue).
(P) Hematoxylin and eosin staining of teratoma sections generated with astrocyte-derived SKM-iPSCs with representation of all three germ layers (ectoderm: keratinizing epithelium; mesoderm: smooth muscles; endoderm: cuboidal and gut epithelium). Sox2 and Klf4 are sufficient for reprograming of highly-proliferative cells to iPSCs (A) Reprogramming of Oct4-GFP MEFs by bicistronic SK in combination with Oct4, cMyc, Gata4, or Gata6. Different level of transgene expression was achieved by induction with either 1 µg/ml, 50 ng/ml of dox for 12 days. GFP + colonies were counted after 14 dpi. PC1 vs. PC2 plot is shown in Figure 6A. (B) Time-course gene expression of 9 OSKM and 9 SKM gene clusters exhibiting similar kinetics (downregulation, upregulation, transient upregulation, etc.), determined by mFuzz package. Z-scores of all the genes within each cluster were plotted and compared between OSKM and SKM samples. The plots of SKM clusters were placed below OSKM clusters with similar behavior for convenience. Only the genes with TPM at least 1 and FC>2 across the samples were considered.
SK
(C) Time-course plots of 'Skin' GO term genes from SKM mFuzz cluster 2 (for OSKM mFuzz cluster 4 see Figure 6D ). 
